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Compression-induced expression of glycolysis
genes in CAFs correlates with EMT and
angiogenesis gene expression in breast cancer
Baek Gil Kim 1,2, Jin Sol Sung2, Yeonsue Jang1, Yoon Jin Cha1, Suki Kang1,3, Hyun Ho Han2, Joo Hyun Lee2 &
Nam Hoon Cho1,2,3,4
Tumor growth increases compressive stress within a tissue, which is associated with solid
tumor progression. However, very little is known about how compressive stress contributes
to tumor progression. Here, we show that compressive stress induces glycolysis in human
breast cancer associated fibroblast (CAF) cells and thereby contributes to the expression of
epithelial to mesenchymal (EMT)- and angiogenesis-related genes in breast cancer cells.
Lactate production was increased in compressed CAF cells, in a manner dependent on the
expression of metabolic genes ENO2, HK2, and PFKFB3. Conditioned medium from com-
pressed CAFs promoted the proliferation of breast cancer cells and the expression of EMT
and/or angiogenesis-related genes. In patient tissues with high compressive stress, the
expression of compression-induced metabolic genes was significantly and positively corre-
lated with EMT and/or angiogenesis-related gene expression and metastasis size. These
findings illustrate a mechanotransduction pathway involving stromal glycolysis that may be
relevant also for other solid tumours.
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B iochemical and mechanical changes in tumor micro-environment are both associated with tumor progression.However, the latter is not studied as comprehensively as the
former in recent cancer research. Considering that uncontrolled
tumor growth inevitably increases mechanical stresses within
almost all solid tumor tissues, studying the relationship between
mechanotransduction and tumor progression phenotypes may be
an important area in cancer research and treatment.
Tumor progression phenotypes may be outcomes from the
compression-induced transcriptomic alterations of tumor and
stromal cells. Unlimited cell proliferation, a fundamental property
of cancer, causes various mechanical stresses within cancer
tissues1,2. Among them, compressive stress is firstly and directly
generated by the proliferation of tumor cells within a limited
tissue space. Stylianopoulos et al. showed that tumor growth
increases compressive stress in the interior and periphery of
tumor tissue3. In the tumor periphery, compressive stress can
induce tumor progression phenotypes. Tse et al. demonstrated
that compressive stress stimulates the formation of leader cells at
the edge (periphery) of the cell sheet4. We previously found that
gene expression alteration in the interface zone (IZ), the fibrotic
tissue 10 mm away from the periphery of tumor tissue, was
associated with breast cancer invasiveness. Some proteins known
to contribute to tumor progression like LAMC2, ITGA6, and
ITGB4 are overexpressed in the IZ of invasive ductal carcinoma
(IDC) compared to the counterpart of ductal carcinoma in situ5.
It was previously demonstrated using an in vitro compression
model that compressive stress induces the overexpression of
LAMC2 and ITGA6 in some breast cancer and cancer-associated
fibroblast (CAF) cells, which lead to the production of VEGFA, a
proangiogenic factor, in CAF cells6. Thus, tumor progression
phenotypes can be induced in the tumor and stromal cells by
compression-induced transcriptomic alterations, specifically
located around the tumor periphery.
In this study, we first analyzed the compression-induced
transcriptomic alterations of breast cancer cells and CAF cells in
order to find potential biological processes, which are not only
induced by compressive stress but also associated with tumor
progression. We then demonstrated how compressive stress
induces biological processes using functional assays and further
validated our findings using patient tissues with a high com-
pressive stress and a cancer database.
Results
An in vitro compression model using alginate disks to study
compression-induced mechanotransduction in tumor and
stromal cells. Tumor growth increases compressive stress in the
IZ (tumor periphery) between tumor and stromal tissues
(Fig. 1a)) why mechanotransduction in this area may be critical
for tumor progression. To extract RNAs and proteins from
compressed cells, we established an in vitro compression model
using alginate disk (Fig. 1b). The transfer of compressive stress to
the cells embedded in an alginate disk was indirectly confirmed
by measuring the disk’s thickness. In Fig. 1c, alginate disk
thickness was decreased proportionally to the degree of com-
pressive stress (0–7.732 kPa, 0.773 kPa—the compressive stress
value of a native tumor microenvironment4). However, 7.732 kPa
of compressive stress frequently broke alginate disks. We next
examined whether cell viability is associated with the degree of
compressive stress. As shown in Fig. 1d, cell viability was not
significantly different from 0 to 3.866 kPa, but it was significantly
decreased at 7.732 kPa. The alginate disk was suitable to contain
cells under compressive conditions. In Fig. 1e, most cells (RFP-
positive) were within an alginate disk under compression (3.866
kPa for 1 day). Alginate disk deformation by compressive stress
may cause the limitation of oxygen and nutrients, which affects
gene expression in cells. Therefore, the diffusion rate of Ponceau S
(a red-colored dye having a molecular weight of 750 Da), which is
a larger molecule than all medium components (less than
500 Da), was measured from the alginate disks exposed to dif-
ferent degrees of compressive stress. However, the degree of
compressive stress tested did not affect the diffusion rate of
Ponceau S on the alginate disks (Supplementary Fig. 1).
The functional enrichment analysis of compression-induced
transcriptomic alteration. To investigate whether compressive
stress induces the biological processes (BPs) possibly related to
tumor progression, we sorted the genes commonly being over 2-
fold upregulated or downregulated at all compressive conditions
(0.386, 0.773, 1.546, 3.866, and 7.732 kPa) from the transcriptome
profiling data of breast cancer cell lines (BT-474: luminal B,
MCF7: luminal A, SK-BR-3: HER2, and MDA-MB-231: triple-
negative) and four patient-derived CAF cells (from invasive
ductal carcinoma, stage 1) and then analyzed them using The
Database for Annotation, Visualization, and Integrated Discovery
(DAVID) Bioinformatics Resources 6.77. The clustering of BPs
was performed with the stringencies of medium, high, and
highest. The cutoff enrichment score for significant clustering was
1.3, equivalent to non-log scale 0.057. The functional annotation
clustering results are provided as Supplementary Data 2. As
shown in Fig. 2, homophilic cell adhesion was enriched from the
downregulated genes of BT-474, SK-BR-3, MDA-MB-231, CAF2,
and CAF4 cells. On the other hand, metal ion homeostasis was
enriched from the upregulation genes of CAF2, CAF3, and CAF4
cells. Glycolysis was enriched from the upregulation genes of
MDA-MB-231, CAF2, and CAF4 cells. Regulation of cell
migration was enriched from the upregulated genes of SK-BR-3,
CAF2, and CAF4 cells. The enrichment score of homophilic
adhesion showed an average over 5, whereas those of metal ion
homeostasis, glycolysis, and regulation of cell migration were all
below 5.
Glycolysis can be promoted in CAF cells by compression-
induced transcriptomic alteration. For the supervised validation
of the functional enrichment clustering, based on the gene
ontology from Amigo 28,9, we sorted the genes involved in the
enriched BPs from the transcriptome profiling data and then
analyzed their expression using dot distribution graphs to present
both gene expression values at 0.773 kPa and average gene
expression values at all compressive conditions. The predominant
changes in BT-474 cells were downregulation of genes in
homophilic cell adhesion and upregulation of glycolysis (Fig. 3a).
MCF7 cells showed downregulation of genes in negative and
positive regulation of cell migration and glycolysis. SK-BR-3
showed downregulation of genes in negative regulation of cell
migration and upregulation in positive regulation of cell migra-
tion. MDA-MB-231 cells showed downregulation of genes in
homophilic cell adhesion and negative and positive regulation of
cell migration, but upregulation in glycolysis. CAF1 cells showed
upregulation of genes in homophilic cell adhesion, negative and
positive regulation of cell migration, and glycolysis, whereas
CAF2 cells did upregulation in positive regulation of cell migra-
tion and glycolysis. CAF3 cells showed downregulation of genes
in homophilic cell adhesion and negative and positive regulation
of cell migration and upregulation of glycolysis. CAF4 cells also
showed a dominant upregulation of genes in glycolysis. To
understand the compression-induced BP alteration tendencies
between cell types, we compared the upregulated/downregulated
gene number ratio in each category of the BPs. As shown in
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Fig. 1 An in vitro compression model using alginate disk. a Illustration of tumor growth-generated compressive stress in the interface zone. Tumor tissue is
surrounded by fibrotic stromal tissue. Therefore, tumor growth increases compressive stress in the interface zone (tumor periphery), and thereby triggers
mechanotransduction in both tumor and stromal cells. b The schematic process of an in vitro compression model with an alginate disk. The alginate disk
containing cells is constructed on the membrane of transwell insert stand. After equilibrium with growth medium for 1 h, the alginate disk is compressed by
using the cylinder filled with iron beads and cylinder holder. c Compression-dependent deformation of the alginate disk. A cylinder-shaped alginate disks
were compressed by loading weight. Alginate disk thickness was measured 24 h after loading weight. d The comparative viability of the cells exposed to
different degree of compressive stress. The relative viability of the cells was measured from the alginate disks containing cells using cell counting assay
(n= 6 independent experiments). Error bars and p-values were determined by Whiskers (Min to Max) and unpaired two-tailed t-test, respectively. e The
immunofluorescence image of the alginate disk containing cells. The CAF cells labeled with CellTracker Red were embedded into an alginate disk, placed on
a well of 6-well tissue culture plate, incubated in growth medium for 1 h, and exposed to 3.866 kPa for 1 day. Source data are provided as Supplementary
Data 1
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Fig. 3b, glycolysis showed a dominant positive tendency in most
types of cells except for MCF7 and SK-BR-3 cells.
Compressive stress promoted glycolysis in cancer-associated
fibroblasts by inducing the upregulation of ENO2, HK2, and
PFKFB3 genes. Based on the functional enrichment clustering
and its supervised validation, glycolysis is likely to be promoted
by compressive stress in MDA-MB-231 and CAF cells. Since
compression-induced promotion of glycolysis can be caused
by upregulation of related genes, the expression of glycolysis-
related genes was first analyzed using heatmap clustering. The
ENO2 (enolase 2), HK2 (hexokinase 2), and PFKFB3 (6-Phos-
phofructo-2-Kinase/Fructose-2,6-Biphosphatase 3) genes were
commonly upregulated at all compressive stress conditions in
four patient-derived CAF cells (Fig. 4a). On the other hand, those
genes were not upregulated in MDA-MB-231 cells. Based on this
result, we hypothesized that compressive stress promotes glyco-
lysis in CAF cells via the upregulation of ENO2, HK2, and
PFKFB3 genes. To understand whether the expression of ENO2,
HK2, and PFKFB3 genes is proportionally increased to the degree
of compressive stress, the signal intensities of those genes were
verified from the transcriptome profiling data. As shown in
Fig. 4b, the expression of ENO2, HK2, and PFKFB3 genes was
generally not proportional to the degree of compressive stress.
Among the CAF cells, CAF2 cells showed the highest expression
of ENO2, HK2, and PFKFB3 genes in response to compressive
stress. Therefore, CAF2 cells were mainly used for the following
experiments as a representative for CAF cells. The compression-
induced upregulation of ENO2, HK2, and PFKFB3 genes was
confirmed in the CAF cells exposed to 0.386 kPa, the compressive
stress value of a native tumor microenvironment, using real-time
PCR analysis. As shown in Fig. 4c, the expression of ENO2, HK2,
and PFKFB3 mRNAs were significantly upregulated by com-
pressive stress in CAF cells. Next, we investigated whether
compressive stress can promote the production of lactate, the
final product of glycolysis, in CAF cells. As shown in Fig. 4d, the
amount of lactate was significantly increased at 0.386, 0.773,
1.546, 3.866, and 7.732 kPa compared to the control (the CAF
cells at 0 kPa). To confirm that the compression-induced
promotion of lactate production in CAF cells is dependent on the
expression of ENO2, HK2, and PFKFB3 genes, the amount of
lactate was measured in the CAF cells with or without com-
pression and/or shRNA transfection against corresponding genes.
Indeed, the amount of lactate was significantly decreased in CAF
cells by the knockdown of ENO2, HK2, and PFKFB3 genes in the
absence of compression (Fig. 4e and Supplementary Fig. 2).
Similarly, in the presence of compression, the amount of lactate
was significantly reduced by the knockdown of ENO2, HK2, and
PFKFB3 genes (Fig. 4f).
Compressive stress induced the expression of ENO2, HK2, and
PFKFB3 genes in cancer-associated fibroblasts via c-Jun acti-
vation. c-Jun and c-Fos are activated by mechanical stress10 and
fibrosis is associated with JNK (c-Jun terminal kinase)-induced
stress signaling11. It is therefore plausible that compressive stress
promotes the expression of ENO2, HK2, and PFKFB3 genes via
the activation of c-Jun and/or c-Fos. To investigate whether there
are binding sites for c-Jun or c-Fos on ENO2, HK2, and PFKFB3
gene promoters, the 2 kb upstream sequences of the genes were
analyzed using TRANSFAC database12,13. In the sequence ana-
lysis with the maximum matrix dissimilarity rate of 5, the pre-
diction results were as follows: two binding sites (−1282 to
−1275, −1151 to −1144) for c-Jun and one binding site (−1281
to −1271) for c-Fos in ENO2 gene promoter, two binding sites
(1687 to −1680, −578 to −571) for c-Jun in HK2 gene promoter,
one binding site (−324 to −317) for c-Jun in PFKFB3 gene
promoter. Since c-Jun was commonly predicted in all three genes,
c-Jun binding to those genes were evaluated using dual-luciferase
assay. In Fig. 5a, the wild-type (WT) and deletion mutant type
(M) of gene constructs were cloned into pGL3 vector. In the
luciferase assay of ENO2 gene promoter, M1 (−1282 to −1275)
did not affect on luciferase activity, whereas M2 (−1151 to
−1144) induced a significant decrease of luciferase activity
compared to WT. In the luciferase assay of HK2 gene promoter,
both M1 (−1687 to −1680) and M2 (−578 to −581) induced a
significant decrease of luciferase activity compared to the WT.
M1+M2 showed a similar level of luciferase activity to M1 and

















































































































































Fig. 2 The functional annotation clustering of compression-induced transcriptomic alteration. The genes commonly being over 2-fold upregulated or
downregulated at all compressive stresses were analyzed by using DAVID. The presented BPs had over 1.3 enrichment score and were found in at least
three types of cells. For a direct comparison between cell types and BPs, bar graphs were presented together with Circos display52. Source data are
provided as Supplementary Data 1
ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-019-0553-9
4 COMMUNICATIONS BIOLOGY |           (2019) 2:313 | https://doi.org/10.1038/s42003-019-0553-9 | www.nature.com/commsbio
Homophilic
cell adhesion






























































































































































































































































































Fig. 3 Compression-induced expression alteration of enriched biological process-related genes. a The expression distribution analysis of the genes involved
in homophilic cell adhesion, the negative and positive regulation of cell migration, and glycolysis. Based on the gene ontology from Amigo 2, the genes
corresponding to each biological process were classified and analyzed. The x- and y-axis represent the average values of gene expression at different
compressive stress conditions and the values of gene expression at 0.773 kPa, respectively. The genes with the values greater than or equal to 2 both in x-
and y-axes were counted in the upper-right corner of graphs, whereas the genes with less than -2 value in both in x- and y-axes were counted in the lower-
left corner. b The ratio presentation of the expression distribution analysis. The ratios were calculated by dividing the number of upregulated genes by that
of downregulated genes. CS is the abbreviation of compressive stress. Source data are provided as Supplementary Data 1
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Fig. 4 The compression-induced promotion of glycolysis in cancer-associated fibroblasts is associated with the upregulation of ENO2, HK2, and PFKFB3
genes. a The heatmap clustering analysis of glycolysis-related genes. The genes were sorted from the transcriptome profiling data based on Amigo 2
database, and then clustered by Multiple Array Viewer (MeV, version 4.9.0). b The relative signal intensities of ENO2, HK2, and PFKFB3 genes in the cells
exposed to different degrees of compressive stress. The signal intensity values of the genes were obtained from the transcriptome profiling data. c The
compression-induced upregulation of ENO2, HK2, and PFKFB3 mRNAs. Total RNA was extracted from the CAF cells exposed to 0.773 kPa for 1 day,
reverse-transcribed, and then analyzed using real-time PCR (n= 9 independent experiments). d The compression-induced promotion of lactate production.
CAF cells were exposed to the corresponding compressive stress for 1 day (n= 6 independent experiments). e The decreased production of lactate by gene
knockdown. CAF cells were transfected with the shRNAs against ENO2, HK2, or PFKFB3 gene (n= 3 independent experiments). f The effect of gene
knockdown on the compression-induced promotion of lactate production. CAF cells were transfected with the shRNAs against ENO2, HK2, or PFKFB3 gene,
and then exposed to 0.773 kPa (n= 3 independent experiments). Error bars and p-values were determined by Whiskers (Min to Max) and unpaired two-
tailed t-test, respectively. CS and IR are the abbreviation of compressive stress and intensity ratio, respectively. Source data are provided as Supplementary
Data 1
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−317) showed a significant decrease of luciferase activity com-
pared to WT. Next, c-Jun binding to the ENO2, HK2, and
PFKFB3 gene promoters were further evaluated in the CAF cells
with or without compressive stress and/or c-Jun inhibitor
(SP600125) using chromatin immunoprecipitation. Confirming
the results of the luciferase assay, c-Jun binding to the site 2 (S2,
−1151 to −1144) of ENO2 gene promoter was significantly
increased by compression compared to the control, which was
inhibited by SP600125 pretreatment. c-Jun binding to the site 1
(S1, −1687 to −1680) of HK2 gene promoter was significantly
increased by compression compared to the control, which was


















































































































































































































IR 1.07 0.95 1.03 0.78 0.610.64
0.06 0.16 0.16 0.05 0.020.00
0.37 0.32 0.39 0.11 0.180.14
0.47 0.69 0.76 0.01 0.000.04
0.41 0.56 0.53 0.26 0.320.13
0.29 0.49 0.43 0.06 0.000.12
0.15 0.23 0.55 0.01 0.000.01
0.13 0.19 0.23 0.07 0.070.11
0.01 0.09 0.22 0.09 0.050.03
0.36 0.48 0.49 0.07 0.080.00
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the site 2 (S2, −578 to −571) of HK2 gene promoter was not
significantly increased by compression, but it was decreased with
the pretreatment of SP600125. c-Jun binding to the site 1 (S1,
−324 to −317) of PFKFB3 gene promoter was significantly
increased by compression compared to the control, whereas it
was repressed with the pretreatment of SP600125 (Fig. 5b). The
inhibition of c-Jun phosphorylation induced a significant down-
regulation of ENO2, HK2, and PFKFB3 mRNA expression in
compressed CAF cells (Fig. 5c). Similar to mRNA expression, the
expression of ENO2, HK2, and PFKFB3 proteins was increased
by compressive stress in CAF cells, which was reduced by the
inhibition of c-Jun phosphorylation (Fig. 5d and Supplementary
Fig. 3). Compression-induced promotion of lactate production
was decreased by the inhibition of c-Jun phosphorylation
(Fig. 5e). Further, c-Jun knockdown by shRNA decreased the
compression-induced upregulation of ENO2, HK2, and PFKFB3
protein expression (Fig. 5f and Supplementary Fig. 4) and pro-
motion of lactate production in CAF cells (Fig. 5g).
Cancer progression was associated with the compression-
induced upregulation of ENO2, HK2, or PFKFB3 gene in
cancer-associated fibroblasts. The production of lactate, an end
product of aerobic glycolysis14, was increased in CAF cells by the
compression-induced expression of ENO2, HK2, and PFKFB3
genes. In addition, compressive stress was able to upregulate the
expression of SLC16A1 gene and induce lactate secretion from
CAF cells to medium (Supplementary Fig. 5). Therefore, to
investigate whether compression-induced lactate production in
CAF cells contributes to cancer progression, the proliferation of
breast cancer cells was analyzed after being treated with the
conditioned medium (CM) from control CAF cells, compressed
CAF cells, or compressed CAF cells treated with c-Jun inhibitor
or transfected with shRNA against ENO2, HK2, or PFKFB3 genes.
In Fig. 6a, the proliferation of breast cancer cells, except for SK-
BR-3 cells, was increased by the treatment of compressed CAF-
derived CM, which was significantly decreased by c-Jun inhibi-
tion or the knockdown of ENO2, HK2, or PFKFB3 genes in the
compressed CAF cells. PFKFB3 gene knockdown did not suppress
the effect of compressed CAF-derived CM on BT-474 cell pro-
liferation. Next, the expression of the epithelial to mesenchymal
transition (EMT)- and angiogenesis-related genes, as potential
factors for metastasis, in cancer cells were investigated in the
same experimental settings. As shown in Fig. 6b, compressed
CAF-derived CM treatment generally induced the upregulation of
some of EMT inducers (TWIST1: Twist Family BHLH Tran-
scription Factor 1, SNAI1: Snail Family Transcriptional Repressor
1, ZEB1: Zinc Finger E-Box Binding Homeobox 1, ZEB2: Zinc
Finger E-Box Binding Homeobox 2), cadherins (CDH1: cad-
herin1, and CDH2: cadherin2), matrix metallopeptidase (MMP2:
Matrix Metallopeptidase 2), or angiogenesis-related factors
(VEGFA: Vascular Endothelial Growth Factor A, B, C, or D) in
breast cancer cells, which was significantly inhibited by the
knockdown of ENO2, HK2, or PFKFB3 gene in CAF cells.
Exceptionally, SNAI1 gene was downregulated in BT-474 cells by
compressed CAF-derived CM treatment, which was inversely
upregulated by c-Jun inhibitor treatment to CAF cells or ENO2,
HK2, or PFKFB3 gene knockdown in CAF cells. The expression of
TWIST1, ZEB2, CDH2, and MMP2 genes were downregulated in
SK-BR-3 cells by compressed CAF-derived CM treatment, which
was upregulated by c-Jun inhibitor treatment to CAF cells or
ENO2 or HK2 gene knockdown in CAF cells. Cadherin switching
(CDH1 downregulation and CDH2 upregulation) was observed
merely in MDA-MB-231 cells.
The expression of PFKFB3 gene was positively correlated with
EMT- and angiogenesis-related gene expression and metastasis
size in the breast cancer patient tissues with high compressive
stress. To investigate whether the findings in our in vitro model
are observed in cancer patients, we had to classify breast cancer
patient tissues into low- and high-compression groups. However,
it was not possible to directly measure compressive stress from
cancer patient tissues. According to previous studies, compressive
stress is a major solid stress in tumor tissue and increases the
epicenter and periphery of tumor15. Solid stress increases with
tumor size16 and its accumulation correlates with the expression
of ECMs such as COL1A1, COL3A1, HAS2, and HAS317,18. In
the stiffened environment of tumor tissue, tumor growth results
in compressive stress due to the resistance of hyaluronan19.
Therefore, to establish a molecular basis to classify patient tissues
into low- and high-compression groups, we analyzed the Pear-
son’s correlation between tumor size and ECM expression and
found that tumor size is significantly and positively correlated
with the expression of COL1A1, HAS2, and HAS3 genes (Sup-
plementary Fig. 6). Thus, breast patient tissues were classified into
low-compression and high-compression group based on the
expression of HAS2, HAS3, or COL1A1 genes. Among the
compression-upregulated metabolic genes, the expression of
ENO2 gene was significantly and positively correlated with
COL3A1 and HAS1 genes, whereas PFKFB3 genes were sig-
nificantly and positively correlated with that of COL1A1, HAS2,
and HAS3 genes in breast cancer patient tissues (Fig. 7a). The
expression of ENO2, HK2, and PFKFB3 genes was significantly
higher in the high-compression group than the low-compression
one (Fig. 7b). The expression of EMT- or angiogenesis-related
genes was significantly upregulated in the high-compression
group compared to the low-compression one. The expression of
TWIST1, SNAI1, ZEB1, ZEB2, CDH1, CDH2, and MMP2 genes
was higher in the high-compression group than the low-
compression one (Fig. 7c). The expression of VEGFA and
VEGFB genes was higher in the high-compression group than the
low-compression one (Fig. 7d). The expression of ENO2 gene was
significantly and positively correlated with that of CDH1 and
MMP2 genes. The expression of the PFKFB3 gene was sig-
nificantly and positively correlated with that of TWIST1, SNAI1,
Fig. 5 Compressive stress induces the expression of ENO2, HK2, and PFKFB3 genes in cancer-associated fibroblasts via c-Jun activation. a The dual-
luciferase assay to measure the binding affinity of c-Jun to ENO2, HK2, and PFKFB3 gene promoters. Potential c-Jun binding sites were predicted in each
gene’s 2 kb upstream promoter region using TRANSFAC database. The assay was performed in independent triplicates. b Chromatin immunoprecipitation
assay to identify c-Jun binding to ENO2, HK2, and PFKFB3 gene promoters in cancer-associated fibroblasts. The assay was independently performed six to
nine times for each gene promoter. The compression-induced c mRNA expression (n= 3 independent experiments) and d protein expression of ENO2,
HK2, and PFKFB3 genes in the CAF cells exposed to compressive stress and/or treated with c-Jun inhibitor. e Compression-induced lactate production in
the CAF cells exposed to compressive stress and/or treated with c-Jun inhibitor. For the inhibition of c-Jun phosphorylation, the CAF cells were pre-treated
with 50 uM of SP600125 for 1 day (n= 3 independent experiments). The compression-induced f ENO2, HK2, and PFKFB3 protein expression and g lactate
production (n= 3 independent experiments) in the c-Jun knockdown CAF cells. For c-Jun knockdown, the CAF cells were transfected with control or c-Jun
shRNA. Compressive stress was given to the CAF cells after pretreatment or transfection. Error bars and p-values were determined by Whiskers (Min to
Max) and unpaired two-tailed t-test, respectively. CS is the abbreviation of compressive stress. Source data are provided as Supplementary Data 1
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SNAI2, ZEB1, ZEB2, CDH1, CDH2, and MMP2 genes (Fig. 7e).
The expression of PFKFB3 gene was significantly and positively
correlated with that of VEGFA and VEGFB genes (Fig. 7f).
Invasion size and positive lymph node number were increased,
but not significantly, in the high-compression group compared to
the low-compression one (Fig. 7g, h). Metastasis size was sig-
nificantly increased in the high-compression group compared to
the low-compression one (Fig. 7i).
PFKFB3 was positively correlated with compressive stress
markers in a breast cancer clinical database. Gene expression in
solid tumor tissue is an outcome of both biochemical and
mechanical signal transduction20. Therefore, the positive corre-
lation of compression-upregulated metabolic genes with EMT-
related and/or angiogenesis-related genes may be found in a
clinical database. To confirm our assumption, we first confirmed
the expression of the compression-induced metabolic genes
in breast cancer tissues using The Human Protein Atlas
(version 18.1)21 and then analyzed a METABRIC dataset in
cBioportal22,23. As shown in Fig. 8a, among three compression-
upregulated metabolic genes, the protein expression of HK2 and
PFKFB3 genes were detected in breast cancer stromal tissues but
not in normal tissue. HK2 protein expression was most strongly
detected, whereas ENO2 protein expression barely observed in
both normal and cancer tissues. To clarify the role of
compression-induced upregulation of ENO2, HK2, or PFKFB3
genes in breast cancer progression, we investigated genetic
alteration of the genes. As shown in Fig. 8b, the alteration fre-
quency of all the genes was below 3% of total breast cancer
patients. Amplification was a major alteration in ENO2 and
PFKFB3 genes, whereas missense mutations were observed in the
HK2 gene. Next, we analyzed the correlation of compression-
upregulated metabolic genes with compressive stress markers



























































































































































































































































































































































































































































































































































































































































































Fig. 6 Cancer progression is associated with the compression-induced upregulation of ENO2, HK2, or PFKFB3 gene in cancer-associated fibroblasts. a The
proliferation assay (n= 3 independent experiments) and b the EMT-related gene expression analysis (n= 9 independent experiments) of the breast cancer
cells treated with compressed CAF-derived CM. To block the compression-induced upregulation of ENO2, HK2, or PFKFB3 gene, CAF cells were pre-treated
with c-Jun inhibitor or transfected with the shRNAs against the corresponding genes before loading compression. Gene expression was analyzed using
real-time PCR. Red and blue lines mean a significant promotion and inhibition, respectively. Error bars and p-values were determined by Whiskers (Min to
Max) and unpaired two-tailed t-test, respectively. CS is the abbreviation of compressive stress. Source data are provided as Supplementary Data 1
COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-019-0553-9 ARTICLE
COMMUNICATIONS BIOLOGY |           (2019) 2:313 | https://doi.org/10.1038/s42003-019-0553-9 | www.nature.com/commsbio 9
breast cancer subtypes: luminal A (LumA), luminal B (LumB),
Her2, and triple-negative (TN). In Fig. 8c, PFKFB3 gene was
significantly and positively correlated with HAS2 gene in LumA.
The ENO2 gene was significantly and positively correlated with
the HAS3 gene, whereas PFKFB3 gene was significantly and
positively correlated with COLA1, COL3A1, and HAS genes in
LumB. The ENO2 gene was significantly and positively correlated
with COL1A1 gene, whereas the PFKFB3 gene was significantly
and positively correlated with COL1A1, COL3A1, HAS2, and
HAS3 in Her2. HK2 gene was significantly and positively corre-
lated with tumor size, whereas PFKFB3 was significantly and
positively correlated with COL1A1, COL3A1, and HAS2 genes
in TN.
PFKFB3 was positively correlated with EMT and angiogenesis
gene expression in a breast cancer clinical database. Since
PFKFB3 gene is significantly and positively correlated with
compressive stress markers in all the subtypes of breast cancer,
its correlation with EMT- or angiogenesis-related genes
was further analyzed. In Fig. 9a, among the EMT-related
genes, SNAI2, ZEB1, and ZEB2 genes were significantly and
positively correlated with PFKFB3 gene in LumA. SNAI2,
ZEB1, MMP2 genes were significantly and positively correlated
with PFKFB3 gene in LumB. SNAI2, ZEB1, ZEB2, CDH1,
CDH2, and MMP2 genes were significantly and positively
correlated with PFKFB3 gene in Her2. TWIST1, SNAI2, ZEB1,
ZEB2, and MMP2 genes were significantly and positively cor-
related with PFKFB3 gene in TN. In Fig. 9b, the expression of
ZEB2 gene was significantly upregulated in the PFKFB3-high
LumA compared to the PFKFB3-low one. The expression of
MMP2 gene was significantly upregulated in the PFKFB3-high
LumB compared to the PFKFB3-low one. The expression of
SNAI2, ZEB1, ZEB2, CDH2, and MMP2 genes was significantly

































































































































































































Fig. 7 The expression of PFKFB3 is positively correlated with EMT- and angiogenesis-related gene expression and metastasis size in breast cancer patient
tissues with high compressive stress. a Expressional correlation between the compression-upregulated metabolic genes and compressive stress markers.
The comparative analysis of b the compression-upregulated metabolic genes, c EMT-related genes, and d angiogenesis-related genes between the low-
and high-compression groups of breast cancer patient tissues. The expressional correlation of the compression-upregulated metabolic genes with e EMT-
related genes or f angiogenesis-related genes. The comparative analysis of g invasion size, h lymph node number, and i metastasis size in breast cancer
patient tissues. Breast cancer patient tissues were classified into the low- and high-compression groups based on the expression of compressive stress
markers. Ten cases of patient tissues were analyzed for each group. The correlation coefficients and p-values were obtained by Pearson’s correlation
analysis. p-value for the relative expression of a gene was analyzed using unpaired two-tailed t-test. Source data are provided as Supplementary Data 1
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PFKFB3-low one. The expression of TWIST1, SNAI2, ZEB1, ZEB2,
and MMP2 genes was significantly upregulated in the PFKFB3-
high TN compared to the PFKFB3-low one. In Fig. 9c, among
angiogenesis-related genes, VEGFA and VEGFB genes were sig-
nificantly and positively correlated with PFKFB3 gene in LumA.
VEGFB gene was significantly and positively correlated with
PFKFB3 gene in LumB. VEGFA and VEGFB genes were sig-
nificantly and positively correlated with PFKFB3 gene in Her2.
VEGFA, VEGFB, and VEGFD genes were significantly and posi-
tively correlated with PFKFB3 gene in TN. In Fig. 9d, the
expression of VEGFB and VEGFD genes was significantly upre-
gulated in the PFKFB3-high LumA compared to the PFKFB3-low
one. The expression of VEGFB gene was significantly upregulated
in the PFKFB3-high LumB compared to the PFKFB3-low one. The
expression of VEGFA gene was significantly upregulated in the
PFKFB3-high Her2 compared to the PFKFB3-low one. The
expression of VEGFA, VEGFB, and VEGFD gene was significantly
upregulated in the PFKFB3-high TN compared to the PFKFB3-
low one. Based on the correlation and expression analyses,
PFKFB3 expression was associated with tumor progression in all
breast subtypes. Therefore, we investigated whether PFKFB3
expression is related with a poor prognosis of breast cancer
patients. In Fig. 9e, PFKFB3 expression is significantly associated
with poor prognosis of breast cancer patients (low:1976 cases,
high:1975 cases).
Discussion
Tumor growth increases compressive stress in tissue, which is not
only a prime phenomenon shared in solid tumors but also known
to be associated with tumor progression. Therefore, for a better
understanding of tumor progression mechanism, it seems
necessary to study how compressive stress works in tumor pro-
gression. Unfortunately, however, most of the recent cancer
research does not deal with compression-induced tumor pro-
gression. A few previous studies reported that compressive stress
induces the invasive phenotypes of tumor cells3 or inhibits the
proliferation24. We also previously reported that compressive
stress can induce the upregulation of tumor progression-related
microRNAs25 and epigenetically induce the expression of
VEGFA, a proangiogenic factor, from CAF cells6. Nevertheless,
very little is known about how compressive stress plays a role in
tumor progression.
The activation of stromal glycolysis may be one of the major
roles of compression-induced mechanotransduction in solid
tumors. During tumor progression, the metabolic support of
tumor stroma is known to be a critical process26,27. In solid
cancer tissues, cancer cells are generally surrounded with a dense
desmoplastic tissue consisting fibroblasts and extracellular matrix
(ECM)28. Desmoplasia compresses vessels and thereby reduces
oxygen and nutrient supply3 as well as drug delivery29. In such a















































































Fig. 8 PFKFB3 expression is positively correlated with compressive stress marker expression in a breast cancer clinical database. a The expression of ENO2,
HK2, and PFKFB3 proteins in breast cancer stroma. The images available from version 18.1. proteinatlas.org. ENO2 (normal: https://www.proteinatlas.org/
ENSG00000111674-ENO2/tissue/breast#img, cancer: https://www.proteinatlas.org/ENSG00000111674-ENO2/pathology/tissue/breast
+cancer#imid_202862), HK2 (normal: https://www.proteinatlas.org/ENSG00000159399-HK2/tissue/breast#img, cancer: https://www.proteinatlas.
org/ENSG00000159399-HK2/pathology/tissue/breast+cancer#img), PFKFB3 (normal: https://www.proteinatlas.org/ENSG00000170525-PFKFB3/
tissue/breast#img, cancer: https://www.proteinatlas.org/ENSG00000170525-PFKFB3/pathology/tissue/breast+cancer#img). b The genetic alteration
analysis of ENO2, HK2, and PFKFB3 genes in breast cancer patient tissues. c The expressional correlation of the compression-upregulated metabolic genes
with compressive stress marker (including tumor size). The correlation coefficients and p-values were obtained by Pearson’s correlation analysis (LumA=
699; LumB= 470; Her2= 221; TN= 420). Source data are provided as Supplementary Data 1
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able to survive through the compression-induced activation of
stromal metabolism. Interestingly, mechanical compression is
associated with the lactate production in cells30. In our study, a
various degree of compressive stress was able to induce the
expression of glycolysis-related metabolic genes (ENO2, HK2, and
PFKFB3) and thereby increased lactate production in CAF cells.
However, the expression of glycolysis-related genes was not
dependent on the degree of compressive stress. A possible
hypothesis for this phenomenon is that the responses to com-
pressive stress is dynamic over time or different for each gene. For
an example, the responses to transforming growth factor beta are
diverse between cell types and environmental conditions31. The
increase of lactate in tumor microenvironment contributes to
EMT32, metastasis33, and angiogenesis34,35 as well as tumor
growth36. Similar with previous reports, the CM from com-
pressed CAF cells contained a higher amount of lactate than that
from control CAF cells and was able to induce the proliferation,
EMT- and/or angiogenesis-related gene expression of some breast
cancer cells, which were dependent on the expression of ENO2,
HK2, and PFKFB3 genes. In this study, we mainly dealt with the
compression-induced expression of ENO2, HK2, and PFKFB3
genes in CAF cells. However, compressive stress is likely to
promote the glycolysis of cancer cells. As shown in Fig. 4a, HK2
and PFKFB3 genes were found to be upregulated by compressive
stress in BT-474 and SK-BR-3 cells, whereas many other
glycolysis-related genes were upregulated in MDA-MB-231 cells.
Considering that glycolysis is a prime mechanism for Warburg
and reverse Warburg effect37,38, compressive stress may play an
important role in cancer metabolic rewiring. Based on our find-
ings, the compression of tumor tissues during mammogram, a
representative examination method for tracing and early recog-
nition of breast cancer, could be considered as a potential risk
factor to promote the reverse Warburg effect and tumor pro-
gression. In our previous study, the compression-induced
alteration of gene expression returned to non-compression state
in CAFs by decompression6. Therefore, compression during
mammogram may temporarily promote the reverse Warburg
effect although it is not likely to be a persistent effect.
The degree of compressive stress within tumor tissues may
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Fig. 9 PFKFB3 expression is positively correlated with EMT and angiogenesis gene expression in a breast cancer clinical database. a The expressional
correlation of PFKFB3 with EMT-related genes. b The comparative expression analysis of EMT-related genes between the low- and high-compression
groups of breast cancer subtypes. c The expressional correlation of PFKFB3 with angiogenesis-related genes. d The comparative expression analysis of
angiogenesis-related genes between the low- and high-compression groups of breast cancer subtypes. Gene expression and correlation were analyzed
using a METABRIC dataset in cBioportal database. The correlation coefficients and p-values were obtained by Pearson’s correlation analysis (LumA:
PFKFB3-low= 324, PFKFB3-high= 375; LumB: PFKFB3-low= 242, PFKFB3-high= 228; Her2: PFKFB3-low= 135, PFKFB3-high= 86; TN: PFKFB3-low=
227, PFKFB3-high= 193). e The poor prognosis of breast cancer patients with PFKFB3 overexpression. The relation between PFKFB3 expression and breast
cancer patient survival was analyzed using Kaplan–Meier Plotter (low:1976 cases, high:1975 cases)53. Source data are provided as Supplementary Data 1
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however, it is not possible to directly measure solid stresses
including compression from cancer patient tissues. Therefore,
based on the expression of compressive stress markers (collagens
and hyaluronan), we classified breast cancer patient tissues and a
pre-existing clinical database into low- and high-compression
group. In our study, the expression of the compression-
upregulated metabolic genes, EMT-related genes, and
angiogenesis-related genes was higher in the high-compression
group of breast cancer patient tissues than low-compression one.
In addition, metastasis size was significantly bigger in the high-
compression group than low-compression one. Especially, of the
compression-upregulated metabolic genes, PFKFB3 gene was
significantly and positively correlated with EMT- and
angiogenesis-related genes as well as compressive stress markers.
Since the outcomes from biochemical and mechanical signal
transduction are both contained in solid tumor tissues20, we
further analyzed cancer database to investigate whether our
findings are observed in a large pre-existing clinical samples.
Among the compression-upregulated metabolic genes, the
expression of PFKFB3 gene was significantly and positively cor-
related with that of compressive stress markers (COL3A1, HAS2,
and HAS3) in the LumB, Her2, and TN types of a clinical
database (BRCA metabric). The expression of EMT- and
angiogenesis-related factors was positively significantly correlated
with that of PFKFB3 and higher in PFKFB3-high group than
PFKFB3-low one. Breast cancer patients with high PFKFB3
expression showed a significant poorer prognosis than those with
low PFKFB3 expression. Our analysis of the cancer database
suggest the possibility that the high compressive stress state of
patient tissues can be an index for cancer progression.
There is no suitable in vivo model to investigate compression-
induced mechanotransduction for physiology and pathophysiol-
ogy, which may be a major reason for the lack of research into
compression-induced mechanotransduction in cancer research.
In this study, we used alginate disk as a cell-encapsulating matrix.
It is widely known that alginate allows the retention of extra-
cellular matrix (ECM)39, mimics many roles of ECM40, and is
easily depolymerized41. Particularly, the easy depolymerization of
alginate disk enabled us to extract intact RNAs and proteins from
the cells after loading compressive stress. The agarose matrix
generally used in pre-existing in vitro compression models has to
be treated with heat or chaotropic salts for depolymerization42,43
and therefore cannot guarantee the integrity of RNAs and
proteins44,45. RNA integrity is the most critical factor for the
reliability of microarray-based profiling of transcriptome.
In our study, we showed that compression-induced mechan-
otransduction plays an important role in cancer metabolism using
an in vitro compression model and the analysis of breast cancer
patient tissues and a METABRIC dataset in cBioportal database.
Since compression-induced mechanotransduction is a funda-
mental property shared in solid tumors, the compression-induced
promotion of glycolysis has to be further investigated in various
solid tumors. By doing that, we may be able to better understand
about tumor progression and furthermore open a new era of
cancer therapy.
Methods
Isolation of cancer-associated fibroblasts (CAFs) and cell cultures. Human
breast tumor tissues were acquired from four invasive ductal carcinoma (IDC)
patients for the isolation of CAF cells. All patients donating the tissues had surgery
at Severance Hospital of the Yonsei University Health System, South Korea. The
research protocol was approved by the Severance Hospital Ethics Committee (IRB
number 4-2008-0383). All participants signed consent forms and were informed of
tissue use of comprehensive experiments on breast cancer. CAF cells were isolated
as previously described6,46. Briefly, early stage invasive ductal carcinoma (IDC)
tissues that were less than 10 mm in diameter were sliced and then digested
overnight with a collagenase preparation (ISU ABXIS; Seoul, South Korea).
Digested tissue was filtered through a 70-μm cell strainer (SPL Life Science;
Pocheon-si, South Korea). Cells were separated by Ficoll gradients, washed with
phosphate-buffered saline (PBS), resuspended with Dulbecco's Modified Eagle's
medium (DMEM)/F12 cell culture medium containing 20% (v/v) fetal bovine
serum (FBS), 100 IU/mL penicillin, and 100 μg/mL streptomycin (Gibco BRL;
Grand Island, NY), and cultured at 37 °C in a humidified incubator containing 5%
CO2. The fibrotic nature of the isolated cells was confirmed by microscopic
determination of morphology and immunofluorescence characterization using
antibodies against vimentin (Abcam; Cambridge, UK), alpha-smooth muscle actin
(Santa Cruz Biotechnology, Dallas, TX), and cytokeratin (Dako; Glostrup, Den-
mark) (Supplementary Fig. 7). Breast cancer cell lines (BT-474, MCF7, SK-BR-3,
MDA-MB-231) were purchased from the Korean Cell Line Bank (authenticated
using morphology and STR profiling) and cultured with DMEM cell culture
medium containing 10% (v/v) fetal bovine serum (FBS), 100 IU/ml penicillin, and
100 μg/ml streptomycin at 37 °C in a humidified incubator containing 5% CO2. All
cell lines used in this study were tested negative for mycoplasma contamination.
Mycoplasma test was performed with MycoAlert® Mycoplasma Detection Kit
(Lonza, Basel, Switzerland).
Compression assay. Compression assay was performed as previously
described6,25. Briefly, as shown in Fig. 1b, to make the alginate disk containing
cells, cell pellets (5 × 106 cells, BT-474, MCF7, SK-BR-3, MDA-MB-231, and CAF
cells) were resuspended with 500 ul of the 2× growth medium (DMEM or DMEM/
F12) supplemented with 20% (v/v) fetal bovine serum (FBS), 200 IU/mL penicillin,
and 200 μg/mL streptomycin (Gibco BRL; Grand Island, NY,), added with the same
volume of 2% alginate solution, 20 mM of CaCO3, and 50 mM of GDL, and then
mixed gently using a 1 ml pipette. Since alginate polymerization was rapid in this
condition, the mixture was immediately spread on the membrane (0.4 μm) of
Transwell insert stand (6 well, SPL, Pocheon-si, Gyeonggi-do, South Korea), and
incubated at 37 °C in a humidified incubator containing 5% CO2 for 5 min. The
alginate disk containing cells were washed with PBS twice, and then equilibrated
with growth medium at 37 °C in a humidified CO2 incubator for 1 h. Two milliliter
of growth medium was added to Transwell insert stand (upper chamber) and lower
chamber, respectively. Compression was performed by weight loading using empty
or iron bead-filled cylinder (Fig. 1b-ⓐ and -ⓑ). In our experimental settings, the
cylinders were held and guided by cylinder holder (Fig. 1b-ⓒ), which was critical
for the accurate transfer of compressive stress to cells. The cell containing alginate
disk was exposed to 0.386, 0.773, 1.546, 3.866, and 7.732 kPa at 37 °C in a humi-
dified incubator containing 5% CO2 for 24 h. 0.773 kPa (5.8 mmHg) is known to be
the approximate compression value of a native breast tumor microenvironment1,4.
The transfer of compressive stress to cells was indirectly confirmed by measuring
the deformation of alginate disk (Fig. 1c). To collect the cells exposed to com-
pressive stress, the alginate disk containing cells was depolymerized by gentle
agitation with 40 mM EDTA for 3 min and then centrifuged at 250 × g for 3 min.
The resulting cell pellet was washed with PBS twice, centrifuged at 250 × g for 3
min, and then used immediately in experiments, or stored at −80 °C.
Transcriptomic alteration analysis. Functional annotation clustering analysis: For
functional annotation clustering, the genes commonly being above 2-fold upre-
gulated or downregulated at all compressive stresses compared to the control (0
kPa) were first sorted from the microarray profiling data, and then analyzed using
DAVID Bioinformatics Resources 6.77,47. The functional annotation enrichment
analysis was performed with the classification stringency of medium, high, and
highest. The biological processes having over 1.3 of enrichment score (equivalent to
a non-log scale 0.05) were considered to be valid.
Supervised gene expression analysis: For supervised gene expression analysis, the
genes involved in the biological processes enriched from the functional annotation
clustering were sorted from microarray profiling data based on the list of Amigo2
database8,9. Gene expression was presented using the dot distribution graph with
relative expression values at 0.773 kPa (x-axis) and average relative expression
values at all compressive stresses (y-axis). The genes with values greater than or
equal to 2 both in x- and y-axes were counted in the upper-right corner of graphs,
whereas the genes those less than −2 value in both in x- and y-axes were counted
in the lower-left corner. For the tendency prediction, the compression-induced
alteration of the BPs was compared between cells using the ratio of the number of
upregulated genes divided by the number of downregulated genes. To compare
gene expression between cell types, heatmap generation and hierarchical clustering
were performed using MeV (version 4.9.0) with Pearson Correlation.
Classification of patient tissues according to compressive stress. Compressive
stress is a major solid stress in tumor tissue and increases at both the epicenter and
periphery of tumor15. Solid stress is positively correlated with the expression of
ECMs such as HAS2, HAS3, COL1A1, and COL3A117,18. Tumor growth results in
compressive stress due to the resistance of hyaluronan19. Therefore, breast cancer
patient tissues were relatively classified into low- and high-compression groups
based on the z-score of collagen and hyaluronan expression.
Microarray. Total RNAs were extracted from uncompressed or compressed BT-
474, MCF7, SK-BR-3, MDA-MB-231, and CAF cells using Trizol® (Invitrogen Life
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Technologies; Grand Island, NY). RNA quality control (ratio of 28 s/18 s > 1.5,
RIN > 7.0) was performed using an Agilent 2100 Bioanalyzer (Agilent Technolo-
gies; Santa Clara, CA). Total RNAs were reverse-transcribed and then analyzed on
the SurePrint G3 Human Gene expression 8 × 60 K v2 Microarray (Agilent
Technologies; Santa Clara, CA).
Cell viability measurement. The alginate disks containing cells were placed in
each well of a 96-well plate, and then cultured at 37 °C in a humidified incubator
containing 5% CO2 for 1 day. Ten microliter of the cell count solution-8 (CCK-8,
Dojindo Molecular Technologies, Inc, Rockville, MD) was added to each well of the
plate. One hour after incubation, the absorbances at 450 and 650 nm were mea-
sured in triplicate using Spectramax plus 96/384 (MTX Lab Systems, Bradenton,
FL). To calculate the relative cell viability, the absorbance values at 450 nm were
subtracted with that at 650 nm, and then normalized to the absorbance of the
control.
Lactate assay. The amount of lactate in cells was measured using Lactate assay kit
(Sigma, St. Louis, MO) according to manufacturer’s manual. Briefly, cells were
lyzed with lactate assay buffer, and then centrifuged 13,000 × g for 10 min. 50 ul of
supernatant was transferred to a well of a 96-well plate, and then 50 ul of the
master reaction mix containing 46 ul of lactate assay buffer, 2 ul of lactate enzyme
mix, and 2 ul of lactate probe was added to the well. Thirty minutes after incu-
bation, absorbance was measured in triplicate at 570 nm using Spectramax plus 96/
384 (MTX Lab Systems, Bradenton, FL). The amount of lactate in unknown
samples was calculated from the standard curve made with known concentration of
lactate and also compensated with the protein concentration of samples.
Quantitative real-time PCR assays. Quantitative PCR analysis was performed as
previously reported6. Total RNAs were extracted with Trizol (Invitrogen; Carlsbad,
CA) and then reverse-transcribed using the HyperScriptTM Reverse Transcriptase
(Geneall, Seoul, South Korea) in a PTC-200 Thermal Cycler (MJ Research, Reno,
NV). The resulting cDNA (25 ng) was amplified using LaboPassTM SYBR Green Q
Master (Cosmogenetech, Seoul, South Korea) for quantitative real-time PCR. PCR
experiments were performed in triplicate. Primer sequences are provided as Sup-
plementary Table 1. Real-time PCR was performed in a CFX ConnectTM Real-
Time PCR Detection System (Bio-Rad Laboratories; Hercules, CA). The expression
of gene transcripts was normalized to the geomean values of endogenous
glyceraldehyde-3-phosphate dehydrogenase (GAPDH), succineate dehydrogenase
complex subunit A, flavoprotein (FP)(SDHA), and hypoxanthine phosphor-
ibosyltransferase 1 (HPRT1)48, and relative expression values were calculated
according to the ΔΔCt method.
Western blot. As previously reported6, cells were lysed in 50 μl of PRO-PREP
Protein Extraction Solution (iNtRON Biotechnology; Seongnam-si, South Korea),
homogenized using a 30-gauge needle, incubated for 30 min at 4 °C, and then
centrifuged at 15,000 × g in a Centrigue 5810 R (Eppendorf, Hamburg, Germany).
After quantifying proteins in the extracts using the Bradford method, 20 μg protein
was subjected to electrophoresis on 10% polyacrylamide gels in Tris/glycine
(Invitrogen®, Carlsbad, CA), transferred to a PVDF membrane (Millipore Cor-
poration, Billerica, MA), and then probed with primary antibodies against ENO2,
HK2, PFKFB3 (Abcam; Cambridge, UK, 1:000), JNK, p-JNK, c-Jun, p-c-Jun, and
beta-Actin (Santa Cruz Biotechnology, Dallas, TX, 1:000). Primary antibodies were
detected by horseradish peroxidase (HRP)-conjugated secondary antibodies
(Invitrogen®, Carlsbad, CA, 1:10000) and visualized using enhanced chemilumi-
nescence reagents (Santa Cruz Biotechnology, Dallas, TX). The intensity ratio (IR)
of western blot bands was measured using Image J 1.50i49.
Firefly luciferase reporter constructs and luciferase assays. The 2 kb upstream
sequences of human ENO2, HK2, and PFKFB3 genes were amplified from the
genomic DNA of CAF cells. To make deletion mutant constructs, the putative
binding sites for c-Jun were deleted in the promoter sequence of each gene by an
overlap extension PCR method50. The wild and deletion mutant types of gene
constructs were cloned into pGL3 vector. The integrity and orientation of the
inserts were confirmed by sequencing. For luciferase assays, wild or deletion
mutant plasmid was co-transfected with pRL-TK into HEK293T (2 × 105) cells in a
6-well plate using Lipofectamine® LTX with PlusTM Reagent (Invitrogen®, Carls-
bad, CA). The cells were harvested 48 h after transfection, and luciferase activity
was measured using a dual-luciferase reporter assay system (Promega;
Madison, WI).
Chromatin immunoprecipitation assay. Chromatin immunoprecipitation (Chip)
assay was performed with EpiQuickTM Chromatin immunoprecipitation kit
(Epigentek, Farmingdale, NY)) according to the manufacturer’s manual as we
previously reported6. Briefly, the alginate disks containing CAF cells were exposed
to 0.773 kPa for 24 h and then depolymerized with 102 mM EDTA. After being
washed twice with PBS using centrifugation, the CAF cells were resuspended
with the fresh culture medium containing 1% formaldehyde (final concentration)
and incubated at room temperature (RT) for 10 min on a rocking platform
(50–100 rpm) for fixation. The fixed CAF cells were washed three times with ice-
cold PBS, lyzed with PRO-PREP Protein Extraction Solution (iNtRON Bio-
technology; Seongnam-si, South Korea), and then centrifuged to collect supernatant.
The supernatant was sonicated for DNA shearing, transferred to the well coated
with anti-c-Jun antibody (Santa Cruz Biotechnology, Dallas, TX), incubated at RT
for 1 h. After washing PBS, proteinas K was treated and incubated at 65 °C for
90 min for DNA elution. DNA was collected using spin column, and analyzed by
real-time PCR. The relative binding of c-Jun to each gene promoter was calculated
using the ΔΔCt method. The results were normalized to those of input DNA51.
Gene knockdown. ENO2 shRNA (MISSION® TRC shRNA TRCN0000157686),
HK2 shRNA (MISSION® TRC shRNA TRCN0000037672), and PFKFB3 shRNA
(MISSION® TRC shRNA TRCN0000007338) were transfected to CAF cells using
Lipofectamine® LTX with PlusTM Reagent (Invitrogen®, Carlsbad, CA).
Statistics and reproducibility. Statistical significance was determined using t-test
(two-tailed) and Pearson’s correlation coefficient. Results were considered to be
significant at p < 0.05. All statistical analyses were performed using Prism 6 for
Windows (GraphPad Software, Inc.; La Jolla, CA). Data were presented as the
mean ± standard deviation. Asterisks were used to indicate p-values: one for p <
0.05, two for p < 0.01, and three for p < 0.001.
Reporting summary. Further information on research design is available in
the Nature Research Reporting Summary linked to this article.
Data availability
All data supporting the findings of this study are available in Supplementary Information
and Supplementary Data 1 and 2. Microarray raw data generated in study have been
deposited into the GEO database (http://www.ncbi.nlm.nih.gov/geo/) under accession
number GSE133134. Previously generated data analysed here are available in The
Human Protein Atlas (version 18.1)21 and in METABRIC dataset in cBioportal22,23
Received: 3 January 2019 Accepted: 17 July 2019
References
1. Butcher, D. T., Alliston, T. & Weaver, V. M. A tense situation: forcing tumour
progression. Nat. Rev. Cancer 9, 108–122 (2009).
2. Paszek, M. J. et al. Tensional homeostasis and the malignant phenotype.
Cancer cell 8, 241–254 (2005).
3. Stylianopoulos, T. et al. Coevolution of solid stress and interstitial fluid
pressure in tumors during progression: implications for vascular collapse.
Cancer Res. 73, 3833–3841 (2013).
4. Tse, J. M. et al. Mechanical compression drives cancer cells toward invasive
phenotype. Proc. Natl Acad. Sci. USA 109, 911–916 (2012).
5. Kim, B. G. et al. Laminin-332-rich tumor microenvironment for tumor
invasion in the interface zone of breast cancer. Am. J. Pathol. 178, 373–381
(2011).
6. Kim, B. G. et al. Mechanical compression induces VEGFA overexpression in
breast cancer via DNMT3A-dependent miR-9 downregulation. Cell Death Dis.
8, e2646 (2017).
7. Huang da, W., Sherman, B. T. & Lempicki, R. A. Bioinformatics enrichment
tools: paths toward the comprehensive functional analysis of large gene lists.
Nucleic Acids Res. 37, 1–13 (2009).
8. Ashburner, M. et al. Gene ontology: tool for the unification of biology. The
Gene Ontology Consortium. Nat. Genet 25, 25–29 (2000).
9. The Gene Ontology C. Expansion of the Gene Ontology knowledgebase and
resources. Nucleic Acids Res. 45, D331–D338 (2017).
10. Li, C. & Xu, Q. Mechanical stress-initiated signal transductions in vascular
smooth muscle cells. Cell. Signal. 12, 435–445 (2000).
11. Lisanti, M. P. et al. JNK1 stress signaling is hyper-activated in high breast
density and the tumor stroma: connecting fibrosis, inflammation, and
stemness for cancer prevention. Cell Cycle 13, 580–599 (2014).
12. Messeguer, X. et al. PROMO: detection of known transcription regulatory
elements using species-tailored searches. Bioinformatics 18, 333–334
(2002).
13. Farre, D. et al. Identification of patterns in biological sequences at the
ALGGEN server: PROMO and MALGEN. Nucleic Acids Res. 31, 3651–3653
(2003).
14. Rogatzki, M. J., Ferguson, B. S., Goodwin, M. L. & Gladden, L. B. Lactate is
always the end product of glycolysis. Front Neurosci. 9, 22 (2015).
15. Stylianopoulos, T. et al. Causes, consequences, and remedies for growth-
induced solid stress in murine and human tumors. Proc. Natl Acad. Sci. USA
109, 15101–15108 (2012).
ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-019-0553-9
14 COMMUNICATIONS BIOLOGY |           (2019) 2:313 | https://doi.org/10.1038/s42003-019-0553-9 | www.nature.com/commsbio
16. Nia, H. T. et al. Solid stress and elastic energy as measures of tumour
mechanopathology. Nat. Biomed. Eng. 1, 0004 (2016).
17. Voutouri, C. & Stylianopoulos, T. Accumulation of mechanical forces in
tumors is related to hyaluronan content and tissue stiffness. PloS ONE 13,
e0193801 (2018).
18. Polydorou, C., Mpekris, F., Papageorgis, P., Voutouri, C. & Stylianopoulos, T.
Pirfenidone normalizes the tumor microenvironment to improve
chemotherapy. Oncotarget 8, 24506–24517 (2017).
19. Chauhan, V. P. et al. Angiotensin inhibition enhances drug delivery and
potentiates chemotherapy by decompressing tumour blood vessels. Nat.
Commun. 4, 2516 (2013).
20. Yu, H., Mouw, J. K. & Weaver, V. M. Forcing form and function:
biomechanical regulation of tumor evolution. Trends Cell Biol. 21, 47–56
(2011).
21. Ponten, F., Jirstrom, K. & Uhlen, M. The Human Protein Atlas—a tool for
pathology. J. Pathol. 216, 387–393 (2008).
22. Pereira, B. et al. The somatic mutation profiles of 2433 breast cancers refines
their genomic and transcriptomic landscapes. Nat. Commun. 7, 11479 (2016).
23. Cerami, E. et al. The cBio cancer genomics portal: an open platform for
exploring multidimensional cancer genomics data. Cancer Discov. 2, 401–404
(2012).
24. Delarue, M. et al. Compressive stress inhibits proliferation in tumor spheroids
through a volume limitation. Biophys. J. 107, 1821–1828 (2014).
25. Cha, Y. J., Youk, J. H., Kim, B. G., Jung, W. H. & Cho, N. H.
Lymphangiogenesis in breast cancer correlates with matrix stiffness on shear-
wave elastography. Yonsei Med. J. 57, 599–605 (2016).
26. Giatromanolaki, A., Koukourakis, M. I., Koutsopoulos, A., Mendrinos, S. &
Sivridis, E. The metabolic interactions between tumor cells and tumor-
associated stroma (TAS) in prostatic cancer. Cancer Biol. Ther. 13, 1284–1289
(2012).
27. Koukourakis, M. I., Giatromanolaki, A., Harris, A. L. & Sivridis, E.
Comparison of metabolic pathways between cancer cells and stromal cells in
colorectal carcinomas: a metabolic survival role for tumor-associated stroma.
Cancer Res. 66, 632–637 (2006).
28. Radisky, D. C., Kenny, P. A. & Bissell, M. J. Fibrosis and cancer: do
myofibroblasts come also from epithelial cells via EMT? J. Cell Biochem. 101,
830–839 (2007).
29. Whatcott C. J., Posner R. G., Von Hoff D. D., Han H. in Desmoplasia and
chemoresistance in pancreatic cancer (eds Grippo P. J. & Munshi H. G.)
(Transworld Research Network, Trivandrum (India) 2012).
30. Huang, C. Y. & Gu, W. Y. Effects of mechanical compression on metabolism
and distribution of oxygen and lactate in intervertebral disc. J. Biomech. 41,
1184–1196 (2008).
31. Zi, Z., Chapnick, D. A. & Liu, X. Dynamics of TGF-beta/Smad signaling. FEBS
Lett. 586, 1921–1928 (2012).
32. Morandi, A., Taddei, M. L., Chiarugi, P. & Giannoni, E. Targeting the
metabolic reprogramming that controls epithelial-to-mesenchymal transition
in aggressive tumors. Front Oncol. 7, 40 (2017).
33. Kato, Y. et al. Acidic extracellular pH increases calcium influx-triggered
phospholipase D activity along with acidic sphingomyelinase activation to
induce matrix metalloproteinase-9 expression in mouse metastatic melanoma.
FEBS J. 274, 3171–3183 (2007).
34. Hunt, T. K. et al. Aerobically derived lactate stimulates revascularization and
tissue repair via redox mechanisms. Antioxid. Redox Signal 9, 1115–1124
(2007).
35. Porporato, P. E. et al. Lactate stimulates angiogenesis and accelerates the
healing of superficial and ischemic wounds in mice. Angiogenesis 15, 581–592
(2012).
36. Bonuccelli, G. et al. Ketones and lactate "fuel" tumor growth and metastasis:
evidence that epithelial cancer cells use oxidative mitochondrial metabolism.
Cell Cycle 9, 3506–3514 (2010).
37. Pavlides, S. et al. The reverse Warburg effect: aerobic glycolysis in cancer
associated fibroblasts and the tumor stroma. Cell Cycle 8, 3984–4001 (2009).
38. Vander Heiden, M. G., Cantley, L. C. & Thompson, C. B. Understanding the
Warburg effect: the metabolic requirements of cell proliferation. Science 324,
1029–1033 (2009).
39. Burgi-Saville, M. E. et al. Alginate gel culture allows the retention of
extracellular matrix and follicular structure of rat thyroid tissue but does not
lead to the formation of follicles by FRTL-5 cells. Thyroid 8, 1147–1155
(1998).
40. Sun, J. & Tan, H. Alginate-based biomaterials for regenerative medicine
applications. Materials 6, 1285–1309 (2013).
41. Andersen, T., Auk-Emblem, P. & Dornish, M. 3D cell culture in alginate
hydrogels. Microarrays 4, 133–161 (2015).
42. Mio, K., Kirkham, J. & Bonass, W. A. Tips for extracting total RNA from
chondrocytes cultured in agarose gel using a silica-based membrane kit. Anal.
Biochem. 351, 314–316 (2006).
43. Vogelstein, B. & Gillespie, D. Preparative and analytical purification of DNA
from agarose. Proc. Natl Acad. Sci. USA 76, 615–619 (1979).
44. Mio K., Saito S., Tomatsu T., Toyama Y. Intermittent compressive strain may
reduce aggrecanase expression in cartilage: a study of chondrocytes in agarose
gel. Clin. Orthop. Relat. Res. 433, 225–232 (2005).
45. Bougault, C., Paumier, A., Aubert-Foucher, E. & Mallein-Gerin, F. Molecular
analysis of chondrocytes cultured in agarose in response to dynamic
compression. BMC Biotechnol. 8, 71 (2008).
46. Gao, M. Q. et al. Stromal fibroblasts from the interface zone of human breast
carcinomas induce an epithelial-mesenchymal transition-like state in breast
cancer cells in vitro. J. Cell Sci. 123, 3507–3514 (2010).
47. Huang da, W., Sherman, B. T. & Lempicki, R. A. Systematic and integrative
analysis of large gene lists using DAVID bioinformatics resources. Nat. Protoc.
4, 44–57 (2009).
48. Vandesompele, J. et al. Accurate normalization of real-time quantitative RT-
PCR data by geometric averaging of multiple internal control genes. Genome
Biol. 3, RESEARCH0034 (2002).
49. Schneider C. A., Rasband W. S. & Eliceiri K. W. NIH Image to ImageJ: 25
years of image analysis. Nature Methods 9, 671–675 (2012).
50. Vallejo, A. N., Pogulis, R. J. & Pease, L. R. PCR mutagenesis by overlap
extension and gene SOE. CSH Protoc. 2008, pdb prot4861 (2008).
51. Mukhopadhyay, A., Deplancke, B., Walhout, A. J. & Tissenbaum, H. A.
Chromatin immunoprecipitation (ChIP) coupled to detection by quantitative
real-time PCR to study transcription factor binding to DNA in Caenorhabditis
elegans. Nat. Protoc. 3, 698–709 (2008).
52. Krzywinski, M. et al. Circos: an information aesthetic for comparative
genomics. Genome Res. 19, 1639–1645 (2009).
53. Nagy, A., Lanczky, A., Menyhart, O. & Gyorffy, B. Author Correction:
validation of miRNA prognostic power in hepatocellular carcinoma using
expression data of independent datasets. Sci. Rep. 8, 11515 (2018).
Acknowledgements
This study was supported by the Mid-Career Researcher Program (No.2019R1-
A2B5B01069934; NHC) and Basic Research in Science and Engineering (No.2016R1-
D1A1B03932310; BGK) through a National Research Foundation of Korea grant
Author contributions
All authors of this paper have read and approved the final version submitted, and have
directly participated in the planning, execution, or analysis of the study. B.G.K. designed
the experiments, mainly performed the experiments, analyzed the data, and drafted and
wrote the manuscript. J.S.S. performed western blot analysis and helped compression
assays. Y.J. performed real-time PCR analysis and helped culturing cancer cells. Y.J.C.
measured the compressive stress value of breast cancer tissues and collected them. S.K.
performed dual-luciferase assays. H.H.H. and J.H.L. helped to isolate primary fibroblasts
and prepared them for assays. N.H.C. designed the experiments, interpreted the data, and
prepared the manuscript by writing and organizing the figures.
Additional information
Supplementary information accompanies this paper at https://doi.org/10.1038/s42003-
019-0553-9.
Competing interests: The authors declare no competing interests.
Reprints and permission information is available online at http://npg.nature.com/
reprintsandpermissions/
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.
Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.
© The Author(s) 2019
COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-019-0553-9 ARTICLE
COMMUNICATIONS BIOLOGY |           (2019) 2:313 | https://doi.org/10.1038/s42003-019-0553-9 | www.nature.com/commsbio 15
